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Figure S3

Frequency of haplotypes at ERG risk locus by ancestry group
in Latino ALL cases and controls
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Figure S5

Odds ratio

4.0

3.5

3.0

2.5

2.0

1.5

1.0

0.5

0.0

DS-ALL risk as a function of rs2836371 risk allele count

[}
@
...... .
................. 1
........ ..
.................. 3

@

0 1 | |

Risk allele count

©T21 LAT Expected T21 LAT Observed


Figure S5


Figure S6

ERG

Scale 100 kb} | hg1a
chrz1:| 39,750,000 38,500,000 39,850,000 39,900,000 39,950,000
UCSC Genes e } H——— %
Layered H3K27Ac L "
- | A ym Al aa
GWAS Catalog || LTI T | |
Latino ALL GWAS Blood cell trait
SNPs (P<5x10-%) GWAS SNP cluster
© o «—1—rs2836426
!
™!
~ ' B
0.6 - B ‘-
o o
Z!
28 | ®
=
8! ° *
-1
0.4 - E
(%]
(a8}
o
0.2 -
0.0 -

3.970 3.975 3.980

3.985

3.990 3.995

Chromosome 21 position (hg19)

4.000


Figure S6


Figure S7

Reverse complement

ESS moitif score: 70.9 T ERGTIt exon
T )
ESS motifscore:88.1 : CCA ATGGAAGTTTTCAGACAAAC G:
. ™ .
T © :
» M .
- -] :
] :
: 2 :
Scale : 10 bases} { hg19 :
chr21: | 39,764,565| 39,764,570| 39,764,575| 39,764,580| 39,764,585 39,764,590 39,764,595

->T C A CCCGTTTSGTT CT GAAAACTTT CTCATTGSGT CAGATTT CTTCTCTCA
UCSC Genes (RefSeq, GenBank, CCDS, Rfam, tRNAs & Comparative Genomics)
ERG —= e e — %
ERG <
ERG <=
ERG =
ERG <=
ERG <<=
ERG <<=
ERG <
ERG
ERG

Simple Nucleotide Polymorphisms (dbSNP 150) Found in >= 1% of Samples
517285015 rs2836361
100 _ H3K27Ac Mark (Often Found Near Active Regulatory Elements) on 7 cell lines from ENCODE

Layered H3K27Ac

0_
DNasel Hypersensitivity Clusters in 125 cell types from ENCODE (V3
9 —l


Figure S7


